"Principal component analysis revealed that the Venus flytrap domain (VFD) of T1R2 monomer was adapted by the induced-fit mechanism to accommodate the focused polyols, in which α-helical residues 233-268 moved significantly closer to stabilize ligands. " now reads:
"Principal component analysis revealed that the Venus flytrap domain (VFD) of T1R2 monomer was adapted by the induced-fit mechanism to accommodate the focused polyols, in which residues 233-268 moved significantly closer to stabilize ligands. " Additionally, the original version of this article contained a typographical error in the Results section under the subheading 'Essential dynamics of the T1R2-T1R3 STR upon polyols complexation' .
"Moreover, binding of these polyols stimulated the direction of motion of α-helical residues 233-268 (purple dashed circle), located near to the binding pocket, to become significantly closer to xylitol and sorbitol, resulting in a compact molecular shape. " now reads:
"Moreover, binding of these polyols stimulated the direction of motion of residues 233-268 (purple dashed circle), located near to the binding pocket, to become significantly closer to xylitol and sorbitol, resulting in a compact molecular shape. "
The original version of this article also contained a typographical error in the second paragraph of the discussion section.
"Furthermore, binding of the two polyols converted the direction of motion of not only amino acids within a spherical radius of 5 Å but also residues 233-268, which is an α-helix element located near to the binding pocket, to become significantly closer to the ligands. " now reads: 
